Supplement 1

Statistical models
Generalized linear models (GLM) were used to assess factors that explained the presence and the biomass of each parrotfish along the studied sites. For presence/absence data per transect a binomial distribution was implemented to model the response variable as a function of benthic cover and reef attributes (explanatory variables), which included fourteen variables: articulated coralline algae (ACA), crustose coralline algae (CCA), cyanobacterial mats, fire coral (i.e. Millepora spp.); Dictyota spp., Dictyopteris spp., porifera; rubble; stony corals, turf (i.e. epilithic algal matrix); zoanthids, reef complexity, depth and coast distance. For positive biomass values per transect (response variable), before running GLMs the normality of the positive biomass values was checked both graphically with a density plot and statistically with the Shapiro-test. When data did not respect the normality assumption a log-transformation was applied in order to use a Gaussian distribution in the models. In cases in which, even with the log-transformation the normality assumption was not achieved, a Gamma distribution was implemented to model the response variable as a function of the same explanatory variables used in the binomial models. For each model, the most correlated variables were tested separately in the models. Model selection was performed with both the backward and forward procedure, and using the Akaike Information Criteria (AIC), the total deviance explained (%) and the significance (p-value) of the variables as selecting criteria. Only significant (p ≤ 0.05) or marginally significant (p ≤ 0.09) variables were retained. The summary of the models is shown in separate tables for each species: Scarus trispinosus (Table S2) , Sc. zelindae (Table S3) , Sparisoma amplum (Table  S4) , Sp. axillare (Table S5) , Sp. frondosum (Table S6) and Sp. radians (Table S7) . Table S2 
